emphasis on the type of bio-macromolecule that is most prevalent in the PDB. The Matthews probability calculator has been constructed on a non-redundant data set consisting of 60,218 protein structures, 998 nucleic acid structures and 2,414 structures of protein/nucleic acid complexes.
Resolution independent probability predictions are available in the MATTPROB program also for protein/nucleic acid complexes and nucleic acid structures, but a resolution-dependent prediction is not reliably possible in these cases due to the low number of available structures.
A reviewer suggested that the manuscript could contain more information on solvent content prediction of nucleic acids. We decided to provide the corresponding figures for RNA/DNA -along with the appropriate caveats -as supplemental material. References to these supplemental figures are made in the respective protein figure legends of the main manuscript.
We have re-plotted Figure 
